Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.004 Å; R factor = 0.033; wR factor = 0.092; data-to-parameter ratio = 10.0.
In the title compound, C 18 H 18 F 2 N 2 O 3 S, the piperazine ring adopts a chair conformation. The dihedral angle between the sulfonyl-bound benzene ring and the best fit plane throught the six non-H atoms of the piperazine ring is 69.4 (2) , while those between the fluorobenzene and sulfonyl rings and the fluorobenzene and piperazine rings are 30.97 (2) and 75.98 (2) , respectively. In the crystal, molecules are connected to form a tetrameric unit through C-HÁ Á ÁO hydrogen bonds. The structure is further stabilized by weak intermolecular C-HÁ Á ÁF interactions, generating C(8) and C(7) chains running along [100] .
Related literature
For the synthesis, characterization and biological activity of piperazine and its derivatives, see: Gan et al. (2009a,b) . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). anti-inflammatory, antibacterial, antimalarial, anticonvulsant, antipyretic, antitumor, anthelmintics, analgesic, antidepressant, antifungal, antitubercular, anticancer, antidiabetic effects (Gan et al., 2009a anti-inflammatory, antibacterial, antimalarial, anticonvulsant, antipyretic, antitumor, anthelmintics, analgesic, antidepressant, antifungal, antitubercular, anticancer, antidiabetic effects (Gan et al., , 2009b . Keeping this in mind, we synthesized the title compound to study its crystal structure.
The compound crystallizes in monoclinic crystal system and the space group P2 1 /c. In the crystal structure, the piperazine ring adopts chair conformation. The dihedral angle between the sulfonyl bound benzene ring and the best fit 
Refinement
H atoms were positioned with idealized geometry using a riding model with C-H = 0.93 -0.97 Å. The isotropic displacement parameters for all H atoms were set to 1.2 times U eq of the parent atom or 1.5 times that of the parent atom for CH 3 . are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Computing details

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
